Apo A5 -1131T/C, FgB -455G/A, -148C/T, and CETP TaqIB gene polymorphisms and coronary artery disease in the Chinese population: a meta-analysis of 15,055 subjects.
The Apolipoprotein A5 (APO A5) -1131T/C, fibrinogen β (FgB) -455G/A, -148C/T, and cholesteryl ester transfer protein (CETP) TaqIB gene polymorphisms have been indicated to be associated with the coronary artery disease (CAD) risk, but the individual study results are still inconsistent. To explore the relationship between APO A5 -1131T/C, FgB -455G/A, -148C/T, and CETP TaqIB gene polymorphisms and CAD in the Chinese population, the current meta-analysis involving 15,055 subjects from 40 individual studies was conducted. The pooled odds ratio (OR) for the association between APO A5 -1131T/C, FgB -455G/A, -148C/T, and CETP TaqIB gene polymorphisms and CAD and its corresponding 95 % confidence interval (95 % CI) were evaluated by random or fixed effect model. A significant association between APO A5 -1131T/C gene polymorphism and CAD in the Chinese population was found under an allelic (OR: 1.33, 95 % CI: 1.22-1.44, P < 0.00001), recessive (OR: 1.67, 95 % CI: 1.25-2.25, P = 0.0006), dominant (OR: 0.820, 95 % CI: 0.767-0.876, P = 1.0 × 10(-10)), homozygous (OR: 2.36, 95 % CI: 1.55-3.58, P < 0.0001) and heterozygous genetic models (OR: 1.136, 95 % CI:1.075-1.200, P = 1.0 × 10(-10)). A significant association between FgB -455G/A gene polymorphism and CAD was also detected in the Chinese population under an allelic (OR: 1.50, 95 % CI: 1.25-1.81, P < 0.0001), dominant (OR: 0.864, 95 % CI: 0.819-0.912, P = 1.0 × 10(-10)), homozygous (OR: 1.616, 95 % CI: 1.213-2.152, P = 0.001) and heterozygous genetic models (OR: 1.245, 95 % CI:1.138-1.361, P = 1.0 × 10(-10)). No significant association was found between them under a recessive genetic model (OR: 1.124, 95 % CI: 0.844-1.497, P = 0.424). A significant association was also found between FgB -148C/T gene polymorphism and CAD in the Chinese population under an allelic (OR: 1.34, 95 % CI: 1.06-1.71, P = 0.02), recessive (OR: 1. 65, 95 % CI: 1.02-2.69, P = 0.04), dominant (OR: 0.924, 95 % CI: 0.872-0.978, P = 0.007) and homozygous genetic models (OR: 0.968, 95 % CI: 0.942-0.995, P = 0.018). No significant association was found between them under a heterozygous genetic model (OR: 0.979, 95 % CI: 0.937-1.023, P = 0.342). In the whole Chinese population, no significant association between the CETP TaqIB gene polymorphism and CAD was found under an allelic (OR: 1.17, 95 % CI: 0.94-1.45, P = 0.15), dominant (OR: 1.46, 95 % CI: 0.80-2.67, P = 0.22) or recessive genetic models (OR: 0.68, 95 % CI: 0.32-1.44, P = 0.31). However, in the subgroup analysis stratified by ethnicity, there was a significant association between them under an allelic (OR: 1.27, 95 % CI: 1.07-1.52, P = 0.007) and dominant genetic model (OR: 2.04, 95 % CI: 1.49-2.79, P < 0.00001) in the Han subgroup. In the Chinese population, the APO A5 -1131T/C and FgB -455G/A, -148C/T gene polymorphisms were implied to be associated with CAD susceptibility. The APO A5 -1131C, FgB -455A, and -148T alleles might confer susceptibility to CAD. CETP TaqIB gene polymorphism was suggested to be associated with CAD susceptibility in the Chinese Han population. Carriers with B1 allele of CETP TaqIB gene might be predisposed to CAD in the Chinese Han population.